with bound sulfonylurea are still able to open, albeit with lower open probability (Barrett-Jolley and Davies, 1997) . Thus, sulfonylureas act as partial antagonists of the K ATP channel. At higher concentrations, sulfonylureas also produce a low-affinity inhibition that is independent of SUR and probably involves a binding site on Kir6.2 (Gribble et al., 1997a) .
The binding site for sulfonylureas has not been fully mapped, but there is evidence it involves residues in the intracellular loop between transmembrane domains (TMs) 5 and 6 (Vila-Carriles et al., 2007) and a residue in the intracellular loop between TMs 15 and 16 (S1237 in SUR1; Ashfield et al., 1999) . Mutation of S1237 in SUR1 to tyrosine abolishes the ability of tolbutamide and nateglinide to block Kir6.2/SUR1 channels (Ashfield et al., 1999; Hansen et al., 2002) . In SUR2A the equivalent residue is a tyrosine, which accounts for the inability of these drugs to block Kir6.2/SUR2 channels. Residues in the N terminus of Kir6.2 are also involved in binding of both the sulfonylurea glibenclamide and the glinide repaglinide (Hansen et al., 2005; Vila-Carriles et al., 2007; Kühner et al., 2012) . Thus, the sulfonylurea-binding site involves multiple regions of the protein (Winkler Sulfonylureas, which stimulate insulin secretion from pancreatic -cells, are widely used to treat both type 2 diabetes and neonatal diabetes. These drugs mediate their effects by binding to the sulfonylurea receptor subunit (SUR) of the ATP-sensitive K + (K ATP ) channel and inducing channel closure. The mechanism of channel inhibition is unusually complex. First, sulfonylureas act as partial antagonists of channel activity, and second, their effect is modulated by MgADP. We analyzed the molecular basis of the interactions between the sulfonylurea gliclazide and Mg-nucleotides on -cell and cardiac types of K ATP channel (Kir6.2/SUR1 and Kir6.2/SUR2A, respectively) heterologously expressed in Xenopus laevis oocytes. The SUR2A-Y1206S mutation was used to confer gliclazide sensitivity on SUR2A. We found that both MgATP and MgADP increased gliclazide inhibition of Kir6.2/SUR1 channels and reduced inhibition of Kir6.2/SUR2A-Y1206S. The latter effect can be attributed to stabilization of the cardiac channel open state by Mg-nucleotides. Using a Kir6.2 mutation that renders the K ATP channel insensitive to nucleotide inhibition (Kir6.2-G334D), we showed that gliclazide abolishes the stimulatory effects of MgADP and MgATP on -cell K ATP channels. Detailed analysis suggests that the drug both reduces nucleotide binding to SUR1 and impairs the efficacy with which nucleotide binding is translated into pore opening. Mutation of one (or both) of the Walker A lysines in the catalytic site of the nucleotide-binding domains of SUR1 may have a similar effect to gliclazide on MgADP binding and transduction, but it does not appear to impair MgATP binding. Our results have implications for the therapeutic use of sulfonylureas.
For example, MgATP and MgADP reduce glibenclamide binding to both SUR1 and SUR2A Löffler-Walz et al., 2002) . Conversely, in the presence of 100 µM intracellular MgADP, sulfonylurea inhibition of -cell K ATP (Kir6.2/SUR1) channels is enhanced (Zünkler et al., 1988; Gribble et al., 1997a Gribble et al., , 1998b Dabrowski et al., 2001; Proks et al., 2002) , whereas that of cardiac K ATP (Kir6.2/SUR2A) channels is reduced (Venkatesh et al., 1991; Gribble et al., 1998b) . Chimera experiments suggest that these different responses of Kir6.2/SUR1 and Kir6.2/SUR2A channels involve TMs 8-11 of SUR . It is therefore tempting to speculate that these domains may be involved in transducing nucleotide binding to SUR1 into channel activation; however, this has not been explicitly demonstrated.
The reduction in the maximal extent of high-affinity sulfonylurea inhibition of Kir6.2/SUR2A channels in the presence of MgADP is likely to be a consequence of the stabilization of the open state of the channel by the Mg-nucleotide (Fig. 1 D) , as single-channel studies have demonstrated both MgADP (Li et al., 2002) and MgUDP (Alekseev et al., 1998) (Koster et al., 1999; Krauter et al., 2001) or by mutations in K ATP channel subunits (Trapp et al., 1998; Koster et al., 1999) . Because MgADP promotes channel opening, it also increases the IC 50 for sulfonylurea inhibition of cardiac K ATP channels (Venkatesh et al., 1991) .
Similar effects would be expected for Kir6.2/SUR1 channels. However, in contrast to Kir6.2/SUR2A channels, et al., 2007) . How drug binding is transduced into closure of the Kir6.2 pore is unknown.
K ATP channel activity is also regulated by cell metabolism, via changes in intracellular adenine nucleotides (Fig. 1, A and B) . Binding of ATP (or ADP) to Kir6.2 results in channel closure (Tucker et al., 1997) . Conversely, interaction of MgATP or MgADP with the two nucleotide-binding sites (NBSs [NBS1 and NBS2] ) of SUR stimulates channel activity (Nichols et al., 1996; Gribble et al., 1997b Gribble et al., , 1998a . It is believed this is mediated by occupancy of NBS2 by MgADP and that MgATP must be first hydrolyzed to MgADP (Zingman et al., 2001) . Glucose metabolism leads to an increase in (Mg) ATP and a concomitant fall in MgADP, thereby inhibiting K ATP channel activity and stimulating insulin secretion (Ashcroft et al., 1984) .
The stimulatory effect of Mg-nucleotides on K ATP channel activity involves at least three processes: an increase in the number of functional channels (N) in the plasma membrane, stabilization of the open state of active channels (which increases the single-channel open probability, P O ), and a reduction in the inhibitory effect of nucleotides at Kir6.2 (which produces an increase in the IC 50 for nucleotide inhibition; Bokvist et al., 1991; Hopkins et al., 1992; Nichols et al., 1996; Ribalet et al., 2000; Abraham et al., 2002; Proks et al., 2010) . All of these effects decline slowly after patch excision, a phenomenon which has been termed DAMN (decline in activation by Mg-nucleotides; Proks et al., 2010) .
Sulfonylureas and nucleotides interact with one another in a complex way to regulate K ATP channel activity. less. Our results shed new light on the mechanistic basis of the complex interaction between sulfonylureas and Mg-nucleotides on the activity of cardiac and -cell K ATP channels.
M A T E R I A L S A N D M E T H O D S

Molecular biology
All experiments were performed on recombinant K ATP channels heterologously expressed in Xenopus laevis oocytes. We used human Kir6.2 (GenBank accession no. NM_000525 with E23 and I377), rat SUR1 (GenBank accession no. L40624), and rat SUR2A (GenBank accession no. D83598); we used rodent rather than human SUR because in our hands it expressed larger currents. Site-directed mutagenesis of SUR1, SUR2A, or Kir6.2, preparation of mRNA, and isolation of Xenopus oocytes was performed as described previously (Proks et al., 2005) . Oocytes were injected with 0.8 ng wild-type or mutant Kir6.2 mRNA and 4 ng SUR mRNA, and currents were recorded 1-3 d after injection.
Electrophysiology
Macroscopic currents were recorded as previously described (Proks et al., 2005) from giant inside-out patches at 60 mV and 20-22°C, filtered at 5 kHz, and digitized at 20 kHz. The pipette solution contained (mM) 140 KCl, 1.2 MgCl 2 , 2.6 CaCl 2 , and 10 HEPES (pH 7.4 with KOH). The intracellular (bath) solution contained (mM) 107 KCl, 1 CaCl 2 , 2 MgCl 2 , 10 EGTA, 10 HEPES (pH 7.2 with KOH), and MgATP or MgADP as indicated. The Mg-free intracellular solution contained (mM) 107 KCl, 1 K 2 SO 4 , 10 EGTA, 10 HEPES (pH 7.2 with KOH), and K 2 ATP or K 2 ADP as indicated. A 100 mM stock solution of gliclazide and glibenclamide in DMSO was prepared daily and diluted as required.
K ATP channels in excised patches, whether from pancreatic -cells, mammalian cell lines, or Xenopus oocytes, undergo both fast and slow rundown. Fast rundown is virtually complete within the first minute, and the mean open probability (P O ) stabilizes at a similar value in all cases; it is independent of Mg 2+ or mutation of the Walker A (WA) lysines in the NBSs of SUR1 (Table S1 ). Nucleotide sensitivity of K ATP channels was assessed when fast rundown was complete. Slow rundown was compensated by averaging the current values in control solution before and after nucleotide/ drug application. Because inhibition of Kir6.2/SUR1 channels by glibenclamide was poorly reversible on the time scale of our experiments, we estimated the effect of the drug on Kir6.2/SUR1 an increase in the maximal extent of high-affinity sulfonylurea inhibition is actually observed in the presence of MgADP (Gribble et al., 1997a) . It has been proposed that this occurs because sulfonylureas abolish the stimulatory effects of MgADP on Kir6.2/SUR1 channels and thus reveal the full extent of nucleotide inhibition at Kir6.2 (which is normally partially masked by the stimulatory effects of nucleotides). This produces an apparent enhancement of sulfonylurea inhibition (Fig. 1 C) . However, this idea has not been tested directly, and whether sulfonylureas also influence MgATP activation is unknown. Furthermore, in almost all cases, only a single drug and nucleotide concentration were examined and the concentration dependence of these effects is unknown. Nevertheless, a mechanistic understanding of drug-nucleotide interactions is important because the different response of SUR isoforms likely contributes to the fact that (at the cellular level) these drugs are more potent on -cell K ATP channels than cardiac K ATP channels (Lawrence et al., 2001) .
In this paper, we provide a detailed quantitative analysis of the interactions between sulfonylureas and nucleotides on Kir6.2/SUR1 and Kir6.2/SUR2A channels. In most experiments, we used the sulfonylurea gliclazide because this drug has the advantage that its effects on Kir6.2/SUR1 are readily reversible, which enables multiple applications of the drug to the same patch and correction for the effects of rundown and DAMN (Proks et al., 2010) . Furthermore, in insideout patches, the gliclazide concentration-inhibition relationship exhibits a clearly defined separation between inhibition at the high-affinity (IC 50  50 nM) site on SUR and the low-affinity (IC 50  3 mM) site on Kir6.2 . Because therapeutic concentrations of gliclazide in the plasma of patients with type 2 diabetes are typically around 10 µM (Abdelmoneim et al., 2012) , only the effects of gliclazide at the high-affinity site are clinically relevant, and we therefore restricted our analysis to gliclazide concentrations of 100 µM or Figure 2 . Method of quantifying inter actions between Mg-nucleotides and gliclazide. Representative record showing activation of Kir6.2-G334D/SUR1 by MgADP (1 or 3 mM) in the presence and absence of 30 µM gliclazide (as indicated). I MAX,1 and I MAX,2 are the steady-state K ATP currents in the presence of a maximal stimulatory concentration of 1 mM MgADP before and after gliclazide application, respectively; I 0,1 and I 0,2 are the currents in the control (drug and nucleotide free) solution measured immediately before nucleotide application (I 0,1 ) or after (I 0,2 ) gliclazide application; I G is the current in the presence of gliclazide alone; and I NG is the steady-state current in the presence of both drug and the test nucleotide concentration. The dotted line indicates the zero current level. The relationship between channel activation and nucleotide concentration in Fig. 7 was fit with
where EC 50 is the nucleotide concentration at which activation is half maximal, [X] is the test nucleotide concentration in the presence of gliclazide, h is the slope factor (Hill coefficient), and a is the ratio of the maximal stimulatory effect of the nucleotide in the presence and absence of gliclazide. In the absence of gliclazide, a = 1. In Fig. 8 , the relationship was fit with
where I N and I 0 are steady-state current values in the presence and absence of the nucleotide, respectively, expressed as a fraction of the maximum current value reached after excision, a is the maximal stimulatory effect of the drug expressed as a fraction of the maximum current value reached after excision, and the other parameters are defined as in Eq. 2. The relationship between MgADP concentration and wild-type K ATP currents (see Fig. 4 , B, D, and F) was fit with
where I X is the steady-state K ATP current in the presence of the test ADP concentration [X] , I C is the current in nucleotide-free solution obtained by averaging the current before and after nucleotide application, IC 50 and EC 50 are nucleotide concentrations at currents as follows. A single exponential was fit to the time course of the current decline before drug application. The control current amplitude (I C ) was then estimated by extrapolating the exponential to the time at which the current in the presence of glibenclamide reached a steady-state (I). Currents were then plotted as I/I C . Channel activation was expressed as (I NG  I G )/(I MAX  I 0 ), where I NG is the steady-state current in the presence of both drug and test nucleotide concentration, I G is the current in the presence of gliclazide before nucleotide application, I MAX is the steady-state K ATP current in the absence of drug and presence of a maximal stimulatory concentration of nucleotide (10 mM for MgATP and 1 mM for MgADP), and I 0 is the current in the absence of both drug and nucleotide (Fig. 2) . When measuring channel activation, both rundown and the decline in the stimulatory effect of Mg-nucleotides after patch excision were compensated as described previously (Proks et al., 2010) . At MgADP concentrations of 10 mM or greater, a slowly developing inhibition made measurements unreliable: we therefore restricted our analysis to MgADP concentrations of 3 mM or below. The time course of Mgnucleotide deactivation (i.e., the decrease in K ATP current after nucleotide removal) was well fit with a single exponential both in the presence and absence of sulfonylurea. A similar finding in the absence of the drug was described previously (Proks et al., 2010) .
The relationship between ADP concentration and K ATP current inhibition in Fig. 4 and between sulfonylurea concentration and K ATP current inhibition in Figs. 3, 5, and 6, was fit with
( 1) where I X is the steady-state K ATP current in the presence of the test nucleotide or drug concentration [X], I C is the current in nucleotide (or drug)-free solution obtained by averaging the current before and after application, IC 50 is the nucleotide (drug) concentration at which the inhibition is half maximal, h is the Hill coefficient, and a is the fraction of K ATP current remaining at gliclazide concentrations that saturate the high-affinity binding site (for ADP, a = 0). The factor L equals 1 except for data in Fig. 6 (closed symbols), where it reflects the extent of channel activation by Mg-nucleotides in drug-free solution.
T A b l E 1
Mean ± SEM for parameters used to fit ADP concentration-response relationships for the indicated K ATP channels in the presence or absence of sulfonylureas
Channel Parameter Mg
2+
No sulfonylurea +Sulfonylurea
Kir.2/SUR2A-YS IC 50 (µM) + 310 ± 56 (n = 6) 286 ± 39 (n = 6) Kir.2/SUR2A-YS EC 50 (µM) + 16 ± 5 (n = 6) 19 ± 3 (n = 6) Kir.2/SUR2A-YS a + 1.2 ± 0.3 (n = 6) 1.1 ± 0.1 (n = 6) 1 µM glibenclamide Kir6.2/SUR2A IC 50 (µM)  96 ± 19 (n = 6) 80 ± 8 (n = 6) Kir6.2/SUR2A IC 50 (µM) + 280 ± 70 (n = 7) 315 ± 49 (n = 7) Kir6.2/SUR2A EC 50 (µM) + 22 ± 8 (n = 7) 17 ± 2 (n = 7) Kir6.2/SUR2A a + 1.1 ± 0.3 (n = 7) 1.1 ± 0.2 (n = 7)
Parameters were obtained from the data shown in Fig. 4 , but all values are the mean of the fits to the individual dose-response curves. a is the maximal increase in K ATP current caused by MgADP activation (Eq. 4; note the maximal amplitude of activation is given by 1 + a). n.a., not applicable. a P < 0.01 against control (Student's t test). Kir6.2 or Kir6.2-G334D as the pore-forming subunit. Fig. S4 simulates the concentration-inhibition relationships for sulfonylurea inhibition of SUR2A-containing channels using a Monod-WymanChangeux (MWC) model. Fig. S5 simulates the reduction in the maximal extent of MgATP activation of Kir6.2-G334D/SUR1 channels induced by gliclazide (assumed to be a transduction defect) using an MWC model. The supplemental text entitled "Simulations of the effect of P O on the EC 50 for Mg-nucleotide activation" and Fig. S6 assess in detail the possible effects of gliclazide on Mgnucleotide activation of Kir6.2-G334D/SUR1 channels that result from changes in channel gating. Table S1 gives mean values of P O in nucleotide-free solutions for various SUR1-containing channels. Online supplemental material is available at http://www.jgp .org/cgi/content/full/jgp.201411222/DC1.
R E S U L T S
The Y1206S mutation confers gliclazide sensitivity on SUR2A Fig. 3 (A and B) compares high-affinity glibenclamide inhibition of recombinant -cell (Kir6.2/SUR1) and cardiac (Kir6.2/SUR2A) types of K ATP channel in insideout patches excised from Xenopus oocytes. As previously reported (Gribble et al., 1998b) , glibenclamide inhibited both types of channel with similar affinity, but inhibition of Kir6.2/SUR1 was not reversible on the time scale of our experiments, whereas glibenclamide inhibition of Kir6.2/SUR2A was partially reversible.
In contrast to glibenclamide, gliclazide produced reversible, high-affinity inhibition of Kir6.2/SUR1 but not Kir6.2/SUR2A channels . We therefore sought to confer sensitivity to gliclazide on Kir6.2/SUR2A. A previous study has shown that mutation of serine 1237 in SUR1 to tyrosine abolishes highaffinity tolbutamide inhibition and reduces glibenclamide bind ing (Ashfield et al., 1999) . The reverse mutation in SUR2A (Y1206S) increases 3 [H]glibenclamide binding to levels similar to those found for SUR1 Winkler et al., 2007) . We therefore hypothesized that the Y1206S mutation might also confer sensitivity to tolbutamide and gliclazide on SUR2A. Fig. 3 (C and D) shows that this is indeed the case: like Kir6.2/SUR1, Kir6.2/SUR2A-YS channels were reversibly inhibited by gliclazide. The Y1206S (YS) mutation did not alter the intrinsic (i.e., unliganded) open probability, which was 0.71 ± 0.04 (n = 5) for Kir6.2/SUR2A-YS and 0.71 ± 0.04 (n = 6) for Kir6.2/SUR2A. It also did not alter the IC 50 which the inhibition and activation are half maximal, respectively, h 1 and h 2 are the Hill coefficients for inhibition and activation, respectively, and a is the maximal increase in K ATP current caused by nucleotide activation.
The catalytic cycle of SUR2A-NBS2 was adapted from Bienengraeber et al. (2004): ( Scheme 1) where E is NBS2 and asterisks indicate distinct conformations that occur during Mg 2+ -dependent ATP hydrolysis. Transitions are bidirectional, with the exception of the P i liberation step (k 3 ), which is irreversible (Bienengraeber et al., 2004) .
Scheme 1 gives the following expressions for the fractional occupancy of NBS2 by MgADP in the presence of ADP (Eq. 5) and ATP (Eq. 6; after Bienengraeber et al. [2004] ):
where [ADP] and [ATP] are the bulk ADP and ATP concentrations, respectively, E ADP is the number of NBS2s occupied by ADP and E T is the total number of NBS2s. For noise analysis, the macroscopic mean current (I) and variance () were determined from data segments of 1-s duration. Control data were recorded immediately before gliclazide application, and test data were recorded once a steady-state condition was reached. P O and N were calculated as described previously (Proks et al., 2010) .
Statistics
All values are given as mean ± SEM. Statistical significance was determined using Student's t test.
Online supplemental material for ATP inhibition (Fig. S1 ) or ADP inhibition, the EC 50 for MgADP activation of Kir6.2/SUR2A (Table 1) , or (as shown later) the interaction between sulfonylurea and MgADP activation. Consequently, it appears to be a useful tool for assessing interactions between sulfonylureas and nucleotides on Kir6.2/SUR2A. Fig. 3 (C and D) also illustrates high-affinity gliclazide inhibition of Kir6.2/SUR1 and Kir6.2/SUR2A-YS channels. There was an 15-fold difference in the drug concentration causing half-maximal inhibition, which was 77 ± 11 nM (n = 6) for Kir6.2/SUR1 and 1.2 ± 0.3 µM (n = 5) for Kir6.2/SUR2A-YS. Similarly, the maximal extent of inhibition was greater (60%) for Kir6.2/SUR1 than Kir6.2/SUR2A-YS (35%). One possible explanation for these differences is that Kir6.2/SUR2A-YS binds gliclazide less tightly and transduces inhibition somewhat less efficiently than Kir6.2/SUR1. In addition, it is possible that the higher intrinsic (i.e., unliganded) open probability (P O ) of Kir6.2/SUR2A-YS channels, which was 0.71 ± 0.4 (n = 5) compared with 0.43 ± 0.3 (n = 6) for Kir6.2/SUR, may contribute. However, this seems less likely as there was no substantial difference in the IC 50 or maximal extent of glibenclamide inhibition for channels containing SUR1 and SUR2A.
The IC 50 for gliclazide inhibition of Kir6.2/SUR2A-YS channels is 800-fold less than that reported for recombinant Kir6.2/SUR2A channels (800 µM; Gribble and Ashcroft, 1999) . This is consistent with the idea that gliclazide inhibition of Kir6.2/SUR2A-YS is mediated via binding to SUR2A and that of Kir6.2/SUR2A by binding to Kir6.2. Interestingly, Lawrence et al. (2001) reported an IC 50 of 19 µM for gliclazide inhibition of pinacidilactivated K ATP channels in rat ventricular myocytes. This is much higher than expected for SUR2A and suggests that K ATP channels in these cells may be composed of a mixture of SUR1 and SUR2A subunits, as recently suggested for cardiac K ATP channels (see review by Zhang et al. [2010] ).
Sulfonylurea modulation of nucleotide response
We next compared the effect of gliclazide on nucleotide modulation of Kir6.2/SUR1 and Kir6.2/SUR2A-YS. We used 30 µM gliclazide, a concentration at which highaffinity inhibition is near maximal (indicating most high-affinity binding sites on SUR are occupied) for both types of channel.
In Mg-free solution, where nucleotide activation is absent, gliclazide was without obvious effect on ADP inhibition of either Kir6.2/SUR1 or Kir6.2-SUR2A-YS (Fig. 4, A and C) . In the presence of Mg 2+ , the ADP concentration-response relation followed a bell-shaped curve (Fig. 4, B and D, open symbols). This is the result of the simultaneous presence of activation (at SUR) and inhibition (at Kir6.2; Hopkins et al., 1992) . Therefore, we fit the data with a function that is the product of activation and inhibition (Materials and methods, Eq. 4). For both types of channel, the calculated IC 50 for ADP inhibition was greater in the presence of Mg 2+ than in its absence, increasing from 62 to 258 µM for Kir6.2/SUR1 and from 95 to 310 µM for Kir6.2/SUR2A-YS (Table 1 ). This suggests that ADP inhibition is reduced in the presence of Mg 2+ , as previously suggested (Nichols et al., 1996; Ribalet et al., 2000; Abraham et al., 2002; Proks et al., 2010) . The calculated EC 50 for MgADP activation of Kir6.2/SUR2A-YS (16 µM) was similar to that for Kir6.2/SUR1 (13 µM; Table 1 ); however, the maximal extent of MgADP activation was less (Fig. 4) . 30 µM gliclazide produced strikingly different effects on MgADP activation of Kir6.2/SUR1 and Kir6.2/SUR2A-YS, completely eliminating the stimulatory effect of MgADP on Kir6.2/SUR1 but having no effect on Kir6.2/SUR2A-YS (Fig. 4, B We also examined the effect of glibenclamide on MgADP modulation of wild-type Kir6.2/SUR2A to test whether the SUR2A-YS mutation might have altered the interaction between nucleotides and sulfonylureas. We used 1 µM glibenclamide, a concentration at which high-affinity inhibition is near maximal (Ashfield et al., 1999) . Glibenclamide was without obvious effect on either ADP inhibition or MgADP activation of Kir6.2/ SUR2A (Fig. 4, E MgADP and gliclazide, for channels containing SUR1 and SUR2A-YS.
An increase in the IC 50 for gliclazide block of Kir6.2-G334D/SUR1 channels by Mg-nucleotides has been previously reported (Proks et al., 2013) and was attributed to antagonism between sulfonylurea binding to SUR1 and MgADP binding to NBS2. A similar effect was observed for gliclazide block of Kir6.2/SUR1 channels in the presence of MgADP (Fig. 5 A; Proks et al., 2002) .
We also plotted current in the presence of sulfonylurea as a fraction of that in the absence of both drug and nucleotide. Fig. 6 shows that although 100 µM MgADP stimulated both types of channel (Gribble et al., 1997a) , the current amplitude in the presence of both MgADP and a maximally effective gliclazide concentration was approximately eightfold larger for Kir6.2/ SUR2A-YS than for Kir6.2/SUR1 (compare A and B, closed circles). Similarly, in the case of glibenclamide and MgADP, inhibition was approximately eightfold larger for Kir6.2/SUR2A than for Kir6.2/SUR1 (Fig. 6 , compare C and D, closed circles). This is expected to have dramatically different effects on the membrane potential of -cells and cardiac cells.
When current in the presence of gliclazide was plotted as a fraction of that in the absence of both drug and nucleotide (Fig. 6 E) , it became obvious that gliclazide abolished MgATP-induced activation of Kir6.2-G334D/ SUR1 channels in a concentration-dependent manner but that the maximal extent of inhibition was unchanged (because these channels are not inhibited by MgATP; Proks et al., 2013) . However, the current amplitude in the presence of both MgATP and a maximally effective gliclazide concentration was still approximately fourfold greater for Kir6.2-G334D/SUR2A-YS than Kir6.2-G334D/ SUR1 (Fig. 6 , compare E and F, closed squares).
Gliclazide suppresses Mg-nucleotide activation
Our data indicate that sulfonylureas impair Mg-nucleotide activation of -cell but not cardiac K ATP channels. In the rest of this paper, we therefore focused on the molecular mechanism by which gliclazide suppresses activation of the Kir6.2/SUR1 channel by Mg-nucleotides. We used the Kir6.2-G334D mutation (which abolishes nucleotide inhibition at Kir6.2) to isolate the effects of Mg-nucleotides on SUR1. inhibition of Kir6.2/SUR1 channels in the presence or absence of 100 µM MgADP (Fig. 5 A) . However, the maximal extent of high-affinity gliclazide inhibition was substantially enhanced by MgADP. This is because the drug completely abolishes the activatory effect of MgADP (Fig. 4 B) and thereby reveals the inhibitory effect of the nucleotide ( Fig. 1 ; Gribble et al., 1997a ). This was not the case for Kir6.2/SUR2A-YS. As Fig. 5 B shows, the fraction of gliclazide-resistant current increased, rather than decreased, when MgADP was present. Similarly, glibenclamide inhibition of Kir6.2/SUR1 was increased, and that of Kir6.2/SUR2A was reduced, by MgADP (Fig. 5 , C and D). These data are similar to those previously described for sulfonylurea inhibition for native and heterologously expressed wild-type K ATP channels in the presence of MgADP (Venkatesh et al., 1991; Gribble et al., 1997a Gribble et al., , 1998b Proks et al., 2013) .
We next investigated whether MgATP has a similar effect on gliclazide inhibition to MgADP. For this purpose, it was essential to remove ATP inhibition at Kir6.2. We therefore exploited the fact that the Kir6.2-G334D mutation largely abolishes ATP and ADP inhibition (at Kir6.2) without affecting the single-channel kinetics in the absence of nucleotide ( Fig. S2 ; Drain et al., 1998; Masia et al., 2007; Proks et al., 2010) . The Kir6.2-G334D mutation had no effect on gliclazide inhibition of SUR1-or SUR2A-YS-containing channels in the absence of nucleotide (Fig. S3) . Fig. 5 (E and F) shows that MgATP increased the maximal extent of high-affinity gliclazide inhibition of Kir6.2-G334D/SUR1 but reduced that of Kir6.2-G334D/SUR2A-YS. As found for MgADP, MgATP also affected the IC 50 of gliclazide inhibition: the IC 50 increased from 72 to 240 nM for Kir6.2-G334D/SUR1 and from 1.6 to 2.9 µM for Kir6.2-G334D/SUR2A-YS channels (Table 2) . Thus, the interaction between MgATP and gliclazide qualitatively resembles that found for Kir.2-G334D/SUR2A-YS 1 mM MgATP 1.6 ± 0.5 µM (n = 5) 2.9 ± 1.1 µM (n = 5)
All values are the mean of the fits to the individual dose-response curves. a P < 0.01 against 0 mM nucleotide (by Student's t test).
T A b l E 3
IC 50 values for glibenclamide concentration-inhibition relationships of the indicated K ATP channels
Channel Control +100 µM MgADP Kir6.2/SUR1 4.2 ± 1.1 nM (n = 6) 3.8 ± 0.7 nM (n = 6) Kir.2/SUR2A 15.8 ± 3.0 nM (n = 6) 29.2 ± 7.1 nM (n = 5)
All values are the mean of the fits to the individual dose-response curves. Noise analysis of Kir6.2-G334D/SUR1 currents indicated that the drug reduced the ability of 1 mM MgADP (which produces near-maximal activation) to increase both the number of functional channels and the mean P O of active channels. In the presence of gliclazide and MgADP, the increase in the number of functional channels was only 42% of that in the presence of MgADP alone. The P O was 0.81 ± 0.02 in the absence and 0.59 ± 0.04 in the presence of 30 µM gliclazide when measured in the same patch (n = 6; 1 mM MgADP was present throughout).
Gliclazide also dramatically reduced MgATP activation (Fig. 7, C and D) . At MgATP concentrations >30 mM, a Gliclazide dramatically reduced MgADP activation of Kir6.2-G334D/SUR1 channels (Fig. 7, A and B; and Table 1 ). The concentration at which activation was half maximal (EC 50 ) increased from 9 µM in the absence of the drug to 560 µM in its presence, and maximal activation was reduced to 30% of that in the absence of gliclazide. The smaller extent of activation suggests that gliclazide impairs the mechanism by which MgADP binding is communicated to the channel gate on Kir6.2. The mean time constant for MgADP deactivation (at 3 mM MgADP) decreased from 1.1 ± 0.1 s in the absence of gliclazide to 0.4 ± 0.1 s in its presence (n = 8; P < 0.01; not depicted). 
D I S C U S S I O N
Our results provide a quantitative description of the complex interaction between the sulfonylureas gliclazide and glibenclamide and the Mg-nucleotides MgADP and MgATP on the activity of recombinant -cell (Kir6.2/ SUR1) and cardiac (Kir6.2/SUR2A) K ATP channels.
We show that MgATP as well as MgADP produces an apparent increase in both gliclazide and glibenclamide inhibition of Kir6.2/SUR1 channels but reduces inhibition of Kir6.2/SUR2A and Kir6.2/SUR2A-YS channels. Our data provide strong evidence in support of the idea that sulfonylureas suppress Mg-nucleotide activation of Kir6.2/SUR1 channels and so lead to an "apparent" increase in drug inhibition when MgATP or MgADP is residual inhibition prevented accurate estimation of the maximal stimulatory effect of MgATP in the presence of gliclazide. To fit the data we therefore assumed that in the presence of gliclazide MgATP produces the same maximal activation as MgADP (30%; Fig. 7 B) . This does not seem unreasonable, as maximal activation is the same for MgADP and MgATP in the absence of gliclazide (Proks et al., 2010) . When maximal activation was fixed at 30%, the EC 50 was 8 mM in the presence of gliclazide compared with 124 µM in its absence. The relative increase in EC 50 induced by gliclazide (80-fold) was similar to that observed for MgADP (70-fold). The time constant for 3 mM MgATP deactivation on washout of nucleotide was lower than that for MgADP and unaffected by gliclazide, being 1.9 ± 0.3 s in its absence and 1.7 ± 0.3 s (n = 8) in its presence (not depicted). This suggests the rate of MgATP deactivation is dominated by processes other than MgADP unbinding/deactivation.
It is noteworthy that at MgATP concentrations found in -cells (1-10 mM) gliclazide did not completely abolish activation of Kir6.2-G334D/SUR1 currents. Thus, in the native environment, a small degree of nucleotide activation (<25% of maximal) may persist in the presence of the sulfonylurea.
The effects of mutations in the NBSs on nucleotide activation
It is well established that mutation of the WA lysine in either NBS1 or NBS2 of SUR1 markedly reduces the ability of MgADP to stimulate wild-type channels or to reverse the inhibition produced by MgATP (Gribble et al., 1997b) . We therefore explored whether the effect of these mutations resembled that produced by gliclazide. We mutated the WA lysine to alanine in NBS1 (K1A) or NBS2 (K2A) or both NBS1 and NBS2 simultaneously (KAKA). To quantify the effect of these mutations on nucleotide activation in the absence of inhibition at Kir6.2, we coexpressed SUR1-KAKA, SUR1-K1A, and SUR1-K2A with Kir6.2-G334D. We refer to these channels as KAKA, K1A, and K2A channels.
The KAKA mutation abolished channel activation by MgADP (Fig. 8 A) . Both the K1A and K2A mutations also markedly impaired channel activation. Although it was not possible to measure the concentration-activation curve fully, because of inhibition at MgADP concentrations >1 mM, it is clear that the EC 50 is strikingly increased. It is also noteworthy that the effect of the K1A and K2A mutations was very similar to that of gliclazide (Fig. 8 A, dotted line) .
The KAKA mutation also largely abolished channel activation by MgATP (Fig. 8 B) . In striking contrast to their effects on MgADP activation, however, the K1A and K2A mutations had only a minor effect on the EC 50 for MgATP activation (Fig. 8 B) , although they reduced maximal activation by 55% and 68%, respectively. Thus, gliclazide produces a far greater reduction in MgATP activation than either the K1A or K2A mutations. Fig. 7) . Mean ± SEM. present. They also provide insight into nucleotide handling by the NBSs of SUR1 and how this is affected by mutation of the WA lysines.
Nucleotide regulation of sulfonylurea inhibition
MgADP decreased the effect of gliclazide and glibenclamide on SUR2A-containing channels at all drug concentrations. This can be explained by the effect of the nucleotide on the single-channel kinetics. As discussed above, it is well established that mutations, or agents, that stabilize the open state of the channel reduce the maximal extent of high-affinity sulfonylurea inhibition (Trapp et al., 1998; Koster et al., 1999; Krauter et al., 2001) . Because MgADP at concentrations <100 µM increases the single-channel open probability (P O ), it is predicted to impair sulfonylurea inhibition. We simulated the effect of P O using a MWC model (Proks et al., 2013) . We found that the reduction in gliclazide inhibition of Kir6.2/SUR2A-YS produced by MgADP predicted an increase in P O that was very close to that observed experimentally ( Fig. S4 ; calculated P O = 0.79 and measured P O = 0.79). Similar results were found for the effect of MgADP on glibenclamide inhibition of Kir6.2/ SUR2A and for gliclazide inhibition of Kir6.2-G334D/ SUR2A-YS. We point out that the Kir6.2-G334D mutation renders the channel insensitive to ATP inhibition, so that MgATP increases Kir6.2-G334D/SUR2A-YS channel activity; in native channels, of course, ATP binding to Kir6.2 would produce a profound inhibition.
The effect of Mg-nucleotides on gliclazide inhibition of Kir6.2-G334D/SUR1 was concentration dependent. At drug concentrations from 10 to 400 nM, MgATP reduced gliclazide inhibition. It is possible that this results from the enhanced P O produced by the nucleotide, as explained above, and/or from displacement of gliclazide binding by MgADP . At higher drug concentrations, however, MgATP strongly enhanced gliclazide inhibition of Kir6.2G334D/ SUR1. We attribute this to the fact that gliclazide largely abolished MgATP activation of channel activity, thereby revealing the full extent of the inhibitory effect of ATP at Kir6.2.
In the case of MgADP, no significant reduction in gliclazide or glibenclamide inhibition of Kir6.2/SUR1 was observed at low drug concentrations. At high concentrations, MgADP enhanced current inhibition, which is attributable to the fact that both sulfonylureas abolished MgADP activation of Kir6.2/SUR1.
Why sulfonylureas prevent MgADP activation of Kir6.2/SUR1 but not Kir6.2/SUR2A-YS channels remains unclear. One possibility is that this reflects differences in the sulfonylurea-binding site and/or how this site couples to the NBS2 of SUR. Another is that it reflects differences in how nucleotide binding at NBS2 of SUR couples to Kir6.2.
Effects of gliclazide on Mg-nucleotide interactions with SUR1
Several mechanisms for the ability of gliclazide to impair MgADP activation of Kir6.2/SUR1 channels can be postulated: (a) the drug might displace MgADP from one or both NBSs of SUR1, (b) it might impair the transduction of MgADP binding into channel activation, or (c) its effect might be mediated indirectly, via a change in the equilibrium between gating states. Our data favor the idea that both nucleotide binding and transduction are impaired, but changes in gating equilibrium play little, if any, role.
The dramatic decrease in the maximal extent of MgADP activation produced by gliclazide is consistent with the idea that transduction of MgADP binding into channel activation is impaired by the drug. This is because all NBSs will be occupied by MgADP at concentrations that induce maximal nucleotide activation (note this will occur at much higher MgADP concentrations in the presence of the drug). We consider it less likely that a transduction defect can also account for the 60-fold increase in the EC 50 for MgADP activation produced by gliclazide. This is because current evidence supports a concerted model of K ATP channel gating and simple versions of such a model predict that a transduction defect would cause only minor changes in EC 50 (see Fig. S5 for details) . However, the possibility that impaired transduction contributes to the shift in EC 50 cannot be completely excluded as K ATP channel gating may be much more complex than in our model and the transduction mechanism that couples ligand binding to channel gating may be different for different ligands.
We also consider the changes in gating produced by sulfonylurea inhibition are unlikely to produce substantial shifts in the EC 50 for Mg-nucleotide activation. This is primarily because the EC 50 (in the absence of gliclazide) showed no obvious dependence on the P O measured before nucleotide application (Fig. S6 A) : the P O ranged from 0.2 to 0.6, similar to the range of P O (0.1-0.4) observed in the presence of 30 µM gliclazide (see supplemental text for further discussion).
The marked reduction in the EC 50 for MgADP activation produced by gliclazide is most simply explained by assuming that the drug decreases MgADP binding to SUR1. There is evidence that MgATP and MgADP impair glibenclamide binding to SUR1 (Schwanstecher et al., 1991 (Schwanstecher et al., , 1992 Ashcroft and Ashcroft, 1992; Russ et al., 2001; Hambrock et al., 2002; Ortiz et al., 2012) , and from the principle of microscopic reversibility, it is therefore expected that sulfonylureas will impair Mg-nucleotide binding. Indeed, glibenclamide enhances dissociation of prebound 8-azido-ATP from the NBS1 of SUR1 when Mg-nucleotides are present (Ueda et al., 1999) . It was previously proposed that this is because the presence of MgADP at NBS2 of SUR1 stabilizes high-affinity 8-azido-ATP binding to NBS1 and that this effect is suppressed by glibenclamide. Our data suggest that sulfonylureas might reduce this stabilizing effect by impairing MgADP binding to NBS2. Studies of equilibrium binding of MgADP and MgATP to the octameric K ATP channel complex are now required to test this idea directly.
In contrast to gliclazide, the KA mutations had no obvious effect on P O in the absence of nucleotides (Table S1 ). These mutations also had little effect on the EC 50 for MgATP. However, they dramatically affected the EC 50 for MgADP, which strongly suggests they may influence MgADP binding. Thus, it is unlikely that the KA mutations affect the EC 50 for Mg-nucleotide activation via changes in gating. In summary, our data favor the idea that the dramatic changes in EC 50 we observe for both gliclazide and the KA mutations are primarily caused by reduced Mg-nucleotide binding and/or transduction.
Effects of WA mutations on Mg-nucleotide activation
Upon nucleotide binding, the nucleotide-binding domains (NBDs) of ABC proteins dimerize in a head-to-tail arrangement to form two NBSs at the dimer interface (Schneider and Hunke, 1998) . Structural studies reveal that in the "closed" dimer the conserved WA lysine forms extensive hydrogen bonds with the terminal phosphate of ATP. Nucleotide hydrolysis breaks this dimer interaction, resulting in an "open" NBD. In other ATPases, the WA lysine is crucial not only for ATP hydrolysis, but also for nucleotide binding (reviewed by Hanson and Whiteheart [2005] ).
We found that mutation of the WA lysine in either NBS1 or NBS2 of SUR1 produced a marked increase in the EC 50 for MgADP activation. This might result from a reduction in MgADP binding, and/or a change in the mechanism by which binding is translated into channel activation. We favor the former idea, as previous studies have shown that mutation of lysine in NBS2 to methionine decreased MgADP binding to NBS2 of SUR1 (Ueda et al., 1997) . It is not possible to say whether transduction is also affected because the maximal extent of Mgnucleotide activation could not be determined.
In contrast to what was found for MgADP, the EC 50 for MgATP activation was unaltered by mutation of the WA lysine in either NBS1 or NBS2 of SUR1. This suggests the mutations may not affect MgATP binding. A previous study has demonstrated that MgATP hydrolysis is reduced by the KA mutations (de Wet et al., 2007) , which may underlie the reduction in the maximal extent of activation we observed. The dramatic decrease in the maximal extent of MgATP activation produced by the KAKA mutation suggests that mutation of both NBSs simultaneously may further impair the rate of MgATP hydrolysis and/or the transduction of MgATP binding into channel activation. Why the same mutation has such different effects on MgATP and MgADP handling is still unresolved and will probably require a high-resolution x-ray structure to determine. Bienengraeber et al. (2004) . Calculated control curves for MgADP and MgATP predicted EC 50 values for MgADP occupancy of NBS2 that were very similar to those measured experimentally for channel activation. (A) To simulate the effect of gliclazide or the K1A and K2A mutations (KA mutations) on MgADP activation, we assumed a threefold increase in the off rate for MgADP binding in the presence of gliclazide (as measured experimentally) or when K1A or K2A was mutated. A 30-fold decrease in the on rate of MgADP binding in the presence of gliclazide (or the K1A or K2A mutation) predicted the measured EC 50 for MgADP activation in the presence of gliclazide. (B) We used the same values for the rate constants for MgADP binding as in A and assumed the binding affinity of MgATP was reduced by gliclazide to the same extent as MgADP binding. This resulted in a predicted EC 50 for the fractional occupancy of NBS2 by MgADP in the presence of gliclazide of 8 mM, which was the same as that measured experimentally for MgATP activation. To model the effect of the K1A and K2A mutations, we assumed the mutations had no effect on MgATP binding (as observed experimentally) and that they reduced the rate of ATP hydrolysis 100-fold. This reduced the maximal fractional occupancy of NBS2 by MgADP, but had no effect on the EC 50 (as observed experimentally).
bound to plasma proteins (Balant, 1981) . Nevertheless, even at a concentration of 500 nM (5% free drug), nucleotides influence gliclazide inhibition of Kir6.2/SUR1 and Kir6.2/SUR2A-YS.
Cardiac K ATP channels are thought to be largely closed under normoxic, normoglycemic conditions but open in response to ischemia and the transient hypoxia that occurs during cardiac contraction (as the coronary supply is reduced by compression of the coronary artery). Although gliclazide does not inhibit wild-type cardiac K ATP channels, other sulfonylureas (e.g., glibenclamide) that do so are also modulated by Mg-nucleotides. Intracellular ATP normally lies in the millimolar range in cardiac myocytes, and during ischemia MgADP can rise to over 100 µM ( Jennings and Reimer, 1991) . This may explain why cardiac side effects of sulfonylureas are few: under resting conditions, the channels are shut and when they open during ischemia, intracellular MgADP renders the sulfonylurea substantially less effective.
In pancreatic -cells, the combined concentrations of intracellular MgATP and MgADP will always be >100 µM, and thus sufficient to enhance gliclazide inhibition. It has been proposed that MgADP regulation of sulfonylurea inhibition may result in drug action varying with the metabolism of the cell, as MgADP levels rise when metabolism is low (Ghosh et al., 1991; Detimary et al., 1998; Ronner et al., 2001 ). However, our results suggest that even if this does occur, it is unlikely to be of functional importance because MgATP is also effective at enhancing gliclazide inhibition.
Modeling the NBS catalytic cycle
A deeper understanding of the effects of gliclazide and the WA mutations on nucleotide activation requires detailed analysis of the NBS catalytic cycle. As a first approximation, we computed the MgADP occupancy of NBS2 of SUR1 (Fig. 9, A and B) , using rate constants obtained for the catalytic cycle of SUR2A-NBD2 by Bienengraeber et al. (2004) and Scheme 1 described in Materials and methods.
We found a striking agreement between the predicted half-maximal occupancy of NBS2 by MgADP (8.6 µM) and the measured EC 50 for MgADP activation of Kir6.2-G334D/SUR1 channels (9 µM). Likewise, half-maximal activation of Kir6.2-G334D/SUR1 by MgATP (124 µM) was similar to the calculated half-maximal occupancy of NBS2 by MgADP (110 µM) in MgATP solution. The latter is also close to the K m for MgATP hydrolysis by rat SUR1 (100 ± 30 µM; de Wet et al., 2007) and not substantially different from that for ATP binding to NBD2 of hamster SUR1 (60 ± 36 µM; Matsuo et al., 2000) . This provides support for the idea that the EC 50 for nucleotide activation of Kir6.2-G334D/SUR1 channels is primarily determined by the properties of the catalytic cycle at NBD2 and little affected by gating.
A shift in the half-maximal occupancy of NBS2 by MgADP, equivalent to that seen for channel activation in the presence of gliclazide, can be simulated by assuming that the sulfonylurea impairs MgADP and MgATP binding with equal efficacy (compare Fig. 7 with Fig. 9 ). To account for the reduction in maximal activation by MgADP it is necessary to postulate that the translation of receptor occupancy into pore opening is also impaired by gliclazide (by 70%).
We were able to reproduce the effects of the K1A and K2A mutations in our simulations if we assumed that they (a) impair MgADP binding at NBS2 to the same extent as gliclazide and (b) the mutations reduce MgATP hydrolysis but not MgATP binding (Fig. 9) . The latter assumption is supported by ATP hydrolysis measurements on purified SUR1 (de Wet et al., 2007) . To simulate the extent of maximal channel activation by MgATP, it was necessary to assume that the KA mutations (like gliclazide) have a much greater effect on the on rate of MgADP than that of MgADP dissociation. These simulations provide further support for the idea that the KA mutations impair MgADP, but not MgATP, binding to SUR1.
Therapy
The nucleotide regulation of sulfonylurea inhibition has important therapeutic implications. Therapeutic concentrations of gliclazide in the plasma of patients with type 2 diabetes are around 10 µM (Abdelmoneim et al., 2012) , and they will be even higher in patients with neonatal diabetes. Free concentrations of the drug are expected to be substantially lower, as >95% of drug is
